[Bioinformatics analysis of nicotinamide phosphoribosyl transferase of Schistosoma japonicum].
To perform the bioinformatics analysis of nicotinamide phosphoribosyl transferase of Schistosoma japonicum so as to provide the evidence for the development and application of it. Internet online procedures and the related software were exploited to analyze the open reading frame (ORF) of SjNAMPT gene, physical and chemical properties of SjNAMPT protein and the domains of the protein, and predict the space structure and functions of the protein. The SjNAMPT protein sequence was composed of 179 amino acids with 19.63 kDa of the molecular weight. The protein was stable and had no structures of transmembrane and helical coils. The protein belonged to the family of nicotinate phosphoribosyl transferase with multiple phosphorylation sites. The protein probably located in cytoplasm and dominated by random coils in second structure. The similarity of the SjNAMPT protein sequence was lower than that of other species of NAMPT. SjNAMPT is a specific protein of Schistosoma japonicum with a certain activity, and probably related to purine metabolism and glucose metabolism. It is worth for further study.